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Résumé en
anglais
The subsection Asperae of genus Hydrangea L. (Hydrangeaceae) has been
investigated for three reasons: several ambiguous classifications concerning
Hydrangea aspera have been published, unexpected differences in genome size
among seven accessions have been reported Cerbah et al. (Theor Appl Genet
103:45–51, 2001), and two atypical chromosome numbers (2n = 30 for Hydrangea
involucrata and 2n = 34 for H. aspera) have been found when all other species of the
genus present 2n = 36. Therefore, these two species and four subspecies of
Hydrangea in all 29 accessions were analyzed for their genome size, chromosome
number, and karyotype features. This investigation includes flow cytometric
measurements of nuclear DNA content and bases composition (GC%), fluorochrome
banding for detection of GC- and AT-rich DNA regions, and fluorescent in situ
hybridisation (FISH) for chromosome mapping of 5 S and 18 S-5.8 S-26 S rDNA
genes. In the H. aspera complex, the genome size ranged from 2.98 (subsp.
sargentiana) to 4.67 pg/2C (subsp. aspera), an exceptional intraspecific variation of
1.57-fold. The mean base composition was 40.5% GC. Our report establishes the first
karyotype for the species H. involucrata, and for the subspecies of H. aspera which
indeed present different formulae, offering an element of discrimination. FISH and
fluorochrome banding revealed the important differentiation between these two
species (H. involucrata and H. aspera) and among four subspecies of the H. aspera
complex. Our results are in agreement with the Chinese classification that places the
groups Kawakami and Villosa as two different species: Hydrangea villosa Rehder and
Hydrangea kawakami Hayata. This knowledge can contribute to effective germplasm
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